ABSTRACT Escherichia coli bacteriophage Utah is a member of the chi-like tailed phage cluster in the Siphoviridae family. We report here the complete 59,024-bp sequence of the genome of phage Utah.
active flagella as their receptor for adsorption (7, (11) (12) (13) . These chi-like phages have similar gene contents, gene orders, and genome sizes (between 58 and 61 kbp), and they form a very well-defined cluster that is only distantly related to other described phage types (4, 6, 8) . Interestingly, among the chi-like phage group's closest, but still quite distant, relatives are the Xylella fastidiosa phages Salvo and Sano (14) , and these xylella phages utilize a different external cell structure, type IV pili, as receptors. Accession number(s). The complete genome sequence of phage Utah is available in the GenBank database with accession number KY014601.
